co 

CD 
CO C 

E 2 

Q-CD 



CO 
CD £ 

p 

c CD 



3/32 



DC 
LU 



CO 
CD 
£Z 

-Q 

E 

CD 



o go 

CD 
CO > 



CO 
3 



A 



A 



A 



A 




'St- 
CM 

31 



DHUE 



CM 



03 O 
© CO 
E <D 

E 



I CM 

CD 



CD 



(73 
CO 
LQ 
CO 



■ 

IT) 
CO 

X 

o 



E 

i 

CM 
> 



o 

CO 
Q_ 



CM 



mnn 



7V? 7\ 



CO 
CO 

LO 

CO 



DC 
< 

CM 
> 
LL. 
O 
CO 
Q_ 



CO 

AS 

cr o 

CD 

T" ^ 

<- Q 

cd 
E 




CM 



p-Q.E 

^2 




t- CD 

.|§ 

&-<5.E 
£gg 

tn-P 



CM 
> 



UffllE 



7\ 7\ 



CO 
CO 

LO 

CO 



CO 
CO 

LO 

CO 



LO 
.Q 

o 

I 

CM 
> 



o 

CO 
CL 



CO 

CM 
> 

LL 
O 
CO 
Q_ 



CO 



<0 



I. 



co ca 
w £ 
c o 

O 

oa 
DC 



v CD 



I 

I 

o 
a. 



CO 
X 

o 



Z3 

Ll 



£3 

CS 
CO 



C3 
M 

CO 



s 



S 9 S 

"? 9 

§ e* m 
I 




t 

S 



a 
i 



s 
3 

J L, 



11/32 



CD 
v_ 

ZJ 



■* •'^.'.ST'-^'W" 





mm. 



C 

E 
en 

E 

cd ■ 

E 

cn 

CL 



■ ■■■.■W>?'5 




'• -if 




13/32 




> 




14/32 



scFv24 

scFv24 
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MQIVLTQSPA IMSASPGEKV TMTCEgSggj fe^Q WYOOKS GTSPKRWIY0 
Framework I CDRL1 Framework II 



&mm3GVT?G RFSGSGSGTS YSLTISSMEA EDAATYYCH m^mmM FGA 
CDRLII Framework III CDRLIII 

GTKL E I : KG§3 S§g§^^S^I UVQLQQSGP ELVNPGASVK MSCKASGYTF 
Framework IV Linker 212 Framework I 



E^aigWVKO KPGQGLEWIG Effi$gSW$$3li BMKB^ KAT LTSDKSSNTA 
CDRLI Framework II CDRLII Framework III 



YMELSSLTSE DSAVYYCARi 
Framework III CDR LIII 



tfG QGTLVTVSAV DGGGSMKRML 
Framework IV linker RNAse 



INATQOEELR VALVPGORLY DLDIESPGHE OKKANIYKGK ITRIEPSLEA 
E. coli RNAse E gene — > 

AFVDYGAERH GFLPLKEIAR EYFPANYSAH GRPNIKDVLR EGOEVIVOID 

KEERGNKGAA LTTFISLAGS YLVLMPNNPR AGGISRRIEG DDRTELtKEAL 

ASLELPEGMG LIVRTAGVGK SAEALOWDLS FRLKHWEAIK KAAESRPAPF 

LIHOESNVIV RAFRDYLROD IGEILIDNPK VLELAROHIA ALGRPDFSSK 

IKLYTGEIPL FSHYOIESOI ESAFOREVRL PSGGSIVIDS TEALTAIDIN 

S ARATRGGD I EETAFNTNLE AADEIAROLR LRDLGGL I VI DFIDMTPVRH 

ORAVENRLRE AVRODRARXO ISHISRFGLL EMSRHRLSPS LGESSHHVCP 

RCSGTGTVRD NESLSLSILR LIEEEALKEN TOEVHAIVPV P I AS YLLNEK 

RSAVNAIETR ODGVRCVIVP NDOMETPHYH WRVRKGEET PTLSYMLPKL 

HEEAMALPSE EEFAERKRPE OPALATFAMP DVPPAPTPAE PAAPWAPAP 

KAAPATPAAP AOPGLLSRFF GALKALFSGG EETKPTEOPA PKAEAKPERO 

ODRRKPRONN RRDRNERRDT RSERTEGSDN REENRRJSTRRO AOOOTAETRE 

SRQOAEVTEK ARTADEOOAP RRERS RRRND DKROAOOEAK ALNVEEOSVO 

ETEOEERVRP VOPRRKORQL NOKVRYEOSV AEEAWAPW EETVAAEPIV 

OEAPAPRTEL VKVPLPWAQ TAPEOOEENN ADNRDNGGMP SFSPLASSPA 
RKWSASSSLS 



Fig. 14 
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scFv 3 0-1 --EVHCKQSG AELVKPGASV KLSCRASDYT FT^^gWVK QRPGQGLEWI 
scFv 3 0-2 — EVKLQQSG AELVKPGASV KISCKASDYS FT^^^WVK QSHGKSLEWI 

Framework I CDRH1 Framework II 



scFv 30-1 
scFv 30-2 



§|KA TLTSDYSSST AYMQLSSLTS EDSAVYYCTR 



WM WlPg KA TLTVDKSSST AYMQLNSLTS EDSAVYYCAV 
CDR HII Framework III 



scFv 30-1 
scFv 30-2 



CDR HIII 



WGQGTTVTVS 
H WGQGTLVTVS 
Framework IV 



GGGGSGGGG|SGGGGS 
GGGGSGGGGlSGGGGS 



Linker (Gly 4 Ser) 3 



DIVL TLSPATLSVT 
DILL TQSPLSLPVS 



scFv 30-1 
scFv 30-2 



PGDRVSLSCi 
LGDHASISCi 
Framework I 



CDR LI 



{QQK SHESPRLLIK ^^^^GIP 

IjQN pgqspklliy IBpjffi^GiP 

Framework II CDR LII 



scFv 3 0-1 STFSGSGSGT DFTLSINSVD TEDFGMYFd 
scFv 3 0-2 DRFSGSGSGT DFTLKISRVE AE DLGVYFCg || 
Framework HI 



FG SGIKLELKSA 
|FG GGTKLELKRA 
CDR LIII Framework IV 



scFv 30-1 
scFv 30-2 



VDAAA 
VDAAA 



EQKLI 
EQKLI 



gggGAA* 

BBBgaa* 



z-myc tag 



Fig. 2 4 



E:\Daten-l\sp\specification\C2428pct-Figures.doc 



22/32 



C\J 



6 5ljfe(P|ipJ^j0||Sp 




Q. 

JZ 

CD 




i':ti; S .:r.. ; -' ir*$CFj^1g£$g£ 



CO 




23/32 



MAEVQLQQSG AELVKPGASV KMSCKASGYT FTJSTYNMHWVK QTPGQGLEWI 
GAIYPRNGDT SYNQKFKGKA TLTADKSSST AYMQLSSLTS EDSAVYYCAR 
PDVWGAGTLL TVSAGAGPTS GSGKPGPGEG STKGAPDVLM TQAPLTLSVT 
IGQPASISCK SSQSLLDGDG KTYLNWLLQR PGQSPKRLIY LVSKLDSGVP 
DRFTGSGSGT DFTLKISRVE AEDLGVYYCW QGTHFPHTFG GGTKLEIKRA 
RAVDAAA 

Figure 23a: Aminoacid sequence of scFv - 3a-2 derived from cDNA 



MAQVTLKESG PGILKPSQTL SLTCSFSGFS LSTSGMGVGW IRQPSGKGLE 

WLAHIWWDDD KYYNPSLRSQ LTISKDTSRN QVFLRITNVD TADTATYYCA 

RGYYGNDSPF AYWGQGTLLT VSSGAGPTSG SGKPGPGEGS TKGAPDIVLS 

QSPKFMSTSV GDRVS ITCKA SQIVRTAVAW FQQKPGQSPK ALIYLASNRH 

TGVPDRFTGS GSGTDFTLTI SNVQSEDLAD YFCLQHWNYP FTFGSGTKLE 
IKRAVDAAA 

Figure 23b: Aminoacid sequence of scFv 54-1 drived from cDNA 



MAQIQLVQSG PELKKPGQTV KISCKASAYT FTDYSMHWVK QAPGKGLKWM 
GWINTETGEP T Y ADD F KG RF AFSLETSAST AYLQINTLKN EDSATYFCAR 
GSGFNPYWGQ GTLVTVSAGA GPTSGSGKPG PGEGSTKGAP DIVL.SQSPSS 
LAVSVGEKVT MSCKSSQSLL YSSNQKNYLA WYQQKPGQSP KLLIYWASTR 
ESGVPDRFTG SGSGTDFTLT INSVKAEDLA VYYCQQYYSY VTFGAGTKLE 
IKRAVDAAA 

Figure 23c: Aminoacid sequence of scFv - 3min drived from cDNA 



Fig. 23 
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(b) 54K-protein: 
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